Figure S1. miR163 accumulation under control treatment.
Temporal miR163 accumulation at 0, 3, 6, 9 and 24 hpi in Col-0 and the mir163 mutant upon 10 mM MgCl 2 with 0.02% Silwet L-77 treatment (control). The corresponding U6 signals (endogenous controls) were detected in the same blot. Densitometric analysis was performed using ImageJ software and the miR163 signals were normalized against U6. The relative fold change of miR163 was showed at the bottom. Experiments were performed twice with similar results. Figure S2 . Effects of SA on pri-miR163 and miR163 expression. (a-b) Expression of pri-miR163 in Col-0 and the mir163 mutant before (0) and at 3, 6, 9, 24 hours post-treatment (hpt) with 1mM salicylic acid (SA) by spraying. (a) The relative expression level (REL) of pri-miR163 was calculated using EF1α as a control. (b) Upon induction, the relative fold change (RFC) of pri-miR163 at different time point was compared to that at 0 hpi. Values are mean ± standard error (n = 3). Asterisks indicate significant differences (Student's t-test; P < 0.05) between 0 hpi and the indicated time point within the genotype. "+" signs indicate significant differences (Student's t-test; P < 0.05) between Col-0 and the mir163 at the indicated time point. (c) Temporal miR163 accumulation at 0, 3, 6, 9 and 24 hpt in Col-0 and the mir163 mutant upon SA treatment was detected using small RNA gel blot analysis. The corresponding U6 signals (endogenous controls) were detected in the same blot. Densitometric analysis was performed using ImageJ software and the miR163 signal was normalized against U6. The SA-induced fold change of miR163 was showed at the bottom. Experiments were performed twice with similar results. Wild type (Col-0), the mir163 mutant (CS879797), the hda19 mutant (SALK_139445) and homozygous mir163hda19 double mutant (DM) were infiltrated with a suspension of Pst DC3000 (OD 600 = 0.001 in 10mM MgCl 2 ; 5 x 10 5 cfu/mL). Expression of pri-miR163 was detected using qRT-PCR at 0 and 24 hours post-inoculation (hpi). The relative expression level (REL) was normalized against EF1α expression. Values are mean ± standard error (n = 3). Same letters denote no statistical differences among means as calculated by ANOVA with Tukey-Kramer post hoc test (α = 0.05). Mature plants were treated with virulent Pst DC3000 and samples were collected at 0 and 6 hours post inoculation (hpi) for ChIP. Inoculation was performed using 2 x 10 8 cfu/mL (OD 600 = 0.4) of bacteria through dipping inoculation. Antibodies against H3K9ac, H3K4me3 and H3C-ter were used for ChIP. Relative enrichment (R.E.) of ChIP DNA were quantified using qPCR and normalized against input DNA. Primers targeting the +713/+968 region of ACT7 (At5g09810) were used. Values are mean ± S.E. from three biological replicates. analyses were used to detect the overexpressed PXMT1 and mPXMT1 in various transgenic lines. Mature leaves were inoculated with Pst DC3000 (5 x 10 5 cfu/mL) through syringe infiltration and samples were collected at 0 and 24 hpi for gene expression analyses. cDNA were digested with ApoI to determine the relative level of PXMT1 and mPXMT1 in the transgenic lines. EF1α expression was used as a control. Densitometry quantification of the transcripts was performed using ImageJ. The relative PXMT1 (547bp) and mPXMT1 (291/283bp) intensities in various lines were compared against that in the 35S-PXMT1 line at 0 hpi. (b) Total leaf protein was extracted from various lines following treatment as in (a) and resolved in 15% SDS-PAGE. Western blot was performed using antibody against the c-Myc epitope tag. CBS, Coomassie blue stained. Figure S11 . Overexpression of FAMT in the mir163 mutant Mature plants were inoculated with Pst DC3000 (5 x 10 5 cfu/mL; OD 600 = 0.001) through syringe infiltration. Total RNA was isolated from the mature leaves at 0 and 24 hours postinoculation (hpi). Expression of the endogenous and transgene FAMT transcripts (a) and the myc-tagged transcripts (b) were determined using qRT-PCR with primers targeting the gene region of PXMT1 and the myc-tag, respectively. The relative expression level (REL) was normalized against EF1α expression. Values are mean ± standard error (n = 3). Same letters denote no statistical difference (Student's t-test; P < 0.05) from three biological replicates. 
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